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CLUSTAL 2.1 maltiple sequence allignment

sp|P6ETTT5 | PPZAA HUMAN
sp|000743 | PPP6 HUMAN

sp|P6T775 | PPZAA HUMAN
sp|000743 | PPP6 HUMAN

sp|P6ETTT5 | PP2ZAA HUMAN
sp|000743 | PPP6 HUMAN

sp|P6TT75 | PP2ZAA HUMAN
sp|000743 | PPP6 HUMAN

sp|P6T775 | PPZAA HUMAN
sp|000743 | PPP6 HUMAN

sp|P6ETTT5 | PP2ZAA HUMAN
sp|000743 | PPP6 HUMAN

sp|P6TT75 | PP2ZAA HUMAN
sp|000743 | PPP6 HUMAN
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